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The Human T-cell lymphotrophic retrovirus type recombinant Saccharomyces cerevisiae6,7). This finding led us to isolate the major metabolites of the above strains and to check the inhibitory activity of the purified compounds.
Here we report the isolation and structures of novel metabolites 2, 3, 4 and 6, which occurred along with the known metabolites malbranicin (1) and dihydromalbranicin (5)8) (5) which was also previously reported as the reduction product of malbranicin8).
The physico-chemical properties of the new metabolites 2, 3, 4 and 6 are shown in Table 1 .
Structure Elucidation
The molecular weights of compounds 2, 3, 4 and 6 and their chemical formulae were readily suggested by positive ion ESI-MS and HREI-MS, respectively (Table 1) .
Compounds 3 and 4 appeared to be isomers due to identical molecular masses and formulae. The FTIR spectra of 1, 3 and 6 showed the presence of carbonyl absorbances, and this was supported by UV-visible spectra attributable to quinoid chromophores. Conclusive evidence for the chemical constitutions of 2, 3, 4 and 6 was furnished by 1D and 2D NMR measurements (1H, 13C, 1H,1H-COSY, DEPT, HMQC, HMBC, NOESY). The C,H long-range couplings for 2 are shown in Fig. 2 as an example. The assignment of chemical shift and coupling data is given in Table 2 . By this way, too, co-isolated compounds 1 and 5 were identified as malbranicin and dihydromalbranicin8). The constitution of 6 as an ortho-quinone was confirmed unambiguously by the occurrence of quinone carbonyls in the 13C NMR spectrum (173.4ppm, 187.1ppm) and observable C,H long-range couplings (3JH-7,C-1, and 3JH-7,C-5; Fig. 3 ) in the HMBC spectrum.
Novel compounds 2, 3, 4, 6 and the known metabolites 1 and 5 from both strains of Malbranchea cinnamomea thus appear as products of a branched pathway leading to monoalkyl-substituted quinones and hydroquinones. In addition to variations in the ring substitutions, a further source of structural diversity is the occurrence of either a keto or a hydroxyl group in the side chain.
As for malbranicin (1) and dihydromalbranicin (5)8), coupling constants in Hz).
Abbreviations: s: singlet, d: doublet, t: triplet, q: quartet, br: broad. (Table 1) , However, the stereochemistry at C-7
and C-8 in 3 and at C-7 in 2, 4 and 6 was not determined.
Biological Properties
The Tax/CREB expression system in Saccharomyces Galactosidase production was taken as a measure of Tax/CREB  interactions  and  positive  transcriptional by the recombinant Saccharomyces strain.
Compound 2 (7-methoxymalbranicin) displayed the only specific inhibition of Tax/CREB expression as 67%. The specific inhibition of the Tax/CREB dependent transactivation by compound 2 is depicted in Fig. 4 . The dose-response curves show that increasing concentrations Fig. 3 . C,H long-range couplings from the HMBC spectrum of 6.
reporter via 21-bp repeats in Saccharomyces cerevisiae by compound 2.
Tax/CREB reporter strain6) and two control strains HFY14 and HFY4111) was plotted to generate a dose-response curve.
repeats in Saccharomyces cerevisiae by compounds malbranicin (1), 2, 3, 4, dihydromalbranicin (5) The ACN was removed under vacuum and the remaining aqueous solutions by freezing drying.
Determination of Tax/CREB Dependent Transactivation6,7)
The assay followed the procedure described in the literature6 
